Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.042; wR factor = 0.104; data-to-parameter ratio = 41.3. 
The asymmetric unit of the title compound, [CuCl 2 (C 5 H 6 N 2 ) 4 ]ÁH 2 O, contains two crystallographically independent complex molecules and two water molecules. The Cu II ion in each molecule is six-coordinated in an elongated octahedral geometry, with the equatorial plane defined by four pyridine N atoms of four aminopyridine ligands and the axial positions occupied by two Cl atoms. In the crystal structure, molecules are linked into a threedimensional framework by C-HÁ Á ÁCl, O-HÁ Á ÁCl, N-HÁ Á ÁO, N-HÁ Á ÁCl and N-HÁ Á ÁN hydrogen bonds and C/ N-HÁ Á Á interactions involving the pyridine rings.
Related literature
For related literature on 4-aminopyridine, see: Judge & Bever (2006) ; Schwid et al. (1997) ; Strupp et al. (2004) . For bond lengths, see: Moncol et al. (2004) ; Zaleski et al. (2005) ; Anderson et al. (2005) .
Experimental
Crystal data [CuCl 2 (C 5 Table 1 Hydrogen-bond geometry (Å , ).
Cg1, Cg2 and Cg3 are centroids of the N1/C1-C5, N9/C21-C25 and N11/C26-C30 rings, respectively. Symmetry codes: (i) Àx þ 1; Ày; Àz; (ii) Àx þ 2; Ày; Àz þ 1; (iii) Àx þ 1; Ày; Àz þ 1; (iv) x À 1; y; z; (v) Àx þ 2; Ày þ 1; Àz; (vi) Àx þ 1; Ày þ 1; Àz þ 1; (vii) Àx þ 2; Ày þ 2; Àz; (viii) Àx þ 2; Ày þ 1; Àz þ 1; (ix) x; y þ 1; z; (x) x þ 1; y þ 1; z; (xi) x À 1; y À 1; z.
D-HÁ
Data collection: APEX2 (Bruker, 2005 ); cell refinement: APEX2; data reduction: SAINT (Bruker, 2005 ); program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2003) . by blocking potassium channels it prolongs action potentials thereby increasing transmitter release at the neuromuscular junctions (Judge & Bever, 2006; Schwid et al.,1997; Strupp et al., 2004) .
The asymmetric unit of the title compound contains two crystallographically independent complex molecules and two water molecules ( (Moncol et al., 2004) . The average Cu-N bond length of 2.0205 (11) Å agree well with that reported for a copper complex (Zaleski et al., 2005) . The bond lengths and angles in the 4-aminopyridine units agree well with those reported earlier (Anderson et al., 2005) .
The crystal packing is consolidated by intermolecular O-H···Cl, N-H···O, N-H···N, N-H···Cl and C-H···Cl hydrogen bonds, and and C/N-H···π interactions (Table 2) involving the pyridine rings to form a three-dimensional framework.
Experimental
A solution of 4-aminopyridine (0.376 g) in water (20 ml) was added to a solution of CuCl 2 .2H 2 O (0.170 g) in water (20 ml) and the mixture was stirred at 303 K for 6 h. The clear blue solution obtained was filtered and allowed to evaporate slowly.
Blue crystals of the title compound were obtained after a month.
Refinement
H atoms of the water molecules were located in a difference map and refined with O-H and H···H distance restraints of 0.84 (1) and 1.37 (2) Å, respectively. The remaining H atoms were positioned geometrically [C-H = 0.93 Å and N-H = 0.86 Å] and refined using a riding model, with U iso (H) = 1.2U eq (C,N)].
Figures Fig. 1 . The asymmetric unit of the title compound, showing 50% probability displacement ellipsoids and the atom-numbering scheme. Hydrogen atoms are omitted for clarity.
supplementary materials sup-2 6 restraints Extinction correction: none Primary atom site location: structure-invariant direct methods
Special details
Experimental. The data was collected with the Oxford Cyrosystem Cobra low-temperature attachment. (7) 0.01299 (7) 0.01708 (7) 
